Background: Metastasis-associated in colon cancer-1 (MACC1) acts as a promoter of tumor metastasis; however, the predictive value of MACC1 for hepatocellular carcinoma (HCC) after liver transplantation (LT) remains unclear. Methods: We examined the expression of MACC1 and its target genes MET and FAK by quantitative PCR in 160 patients with HCC that was undergone LT.
Introduction
Hepatocellular carcinoma (HCC) is a highly aggressive cancer, characterized by the activation of multiple molecular pathways [1, 2] . It is the sixth most common cancer and the third most common cause of cancer-related deaths worldwide [3] . China alone accounts for 55% of the world's cases because of the high prevalence of chronic hepatitis B virus (HBV) infection and liver cirrhosis, both significant risk factors for the disease [3] . Currently, liver transplantation (LT) is the only potentially curative therapeutic modality that can treat both the cancer and the associated liver dysfunction simultaneously. But while LT offers a reasonable survival benefit for selected patients with HCC and end-stage liver disease [4, 5] , the long-term survival of patients following surgery remains unsatisfactory because of the high frequency of recurrence due to metastasis -principally attributed to the presence of microscopic extrahepatic metastatic
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The hepatocyte growth factor (HGF)-MET pathway is primarily involved in regulating cell proliferation, motility, and invasion [7] . Dysregulation of HGF-MET signaling leading to tumorigenesis and metastasis has been described in various types of cancer, including HCC [8, 9] . Emerging evidence suggests that aberrant activation of the HGF-MET signaling pathway is closely associated with malignant transformation and the metastatic potential of HCC [2] . So understanding events both upstream and downstream of HGF-MET signaling might reveal new strategies to tackle HCC.
Recent investigations have revealed that the metastasis-associated in colon cancer-1 (MACC1) is a key regulator of HGF-MET signaling in colorectal cancer cells; regulation is achieved by transcriptionally upregulating the expression of MET [10] . MACC1-mediated activation of the HGF-MET signaling cascade could enhance the metastatic ability of colon cancer cells. MACC1 is a marker for advanced colorectal cancer and peritoneal disseminated gastric carcinoma, and it could be used to identify patients with a poor prognosis [10, 11] . Our previous study identified that MACC1 promotes cell survival and metastasis in HCC and MACC1 acts as a key factor regulating HGF/MET and FAK signaling network. MACC1 expression has been shown to correlate with vascular invasive HCC and other studies suggest that its expression correlates with prognosis in HBV-related HCC [11] [12] [13] . However, the predictive value of MACC1, combined with its target gene MET and FAK, for HCC after LT remains unclear.
In this study, we investigated the expression pattern of MACC1, MET and FAK in HCC and analyzed its clinicopathological significance, and determined whether MACC1, MET and FAK could be important prognostic factors for predicting clinical outcomes in HCC patients treated with LT.
Materials and methods

Patients and samples
One hundred and sixty HCC patients who underwent LT during 2001 and 2010 in the First Affiliated Hospital of Zhejiang University School of Medicine were enrolled in this study. The eligibility criteria of the study patients were as follows: (a) HCC was diagnosed either before or after transplantation (as an incidental finding). The diagnoses were confirmed by pathologic examination; (b) all patients were HBV infected; (c) clinicopathologic variables, such as vascular invasion, preoperative alpha-fetoprotein (AFP), and tumor size were completely recorded; (d) pretransplant tumor therapies included liver resection, transarterial chemoembolization, radiofrequency ablation, and ethanol ablation. The clinicopathologic characteristics of the patients were shown in Table 1 . Specimens of cancer tissues and clinical information were available from these patients after obtaining informed consent. This study was approved by the ethical review committee of the First Affiliated Hospital, School of Medicine, Zhejiang University, and the study protocol conformed to the ethical guidelines of the 1975 Declaration of Helsinki.
Follow up
The follow-up course and diagnostic criteria of recurrence have been described as previous [14] , briefly, the patients were followed up closely at the outpatient clinic from the date of operation to that of death or the last follow up, and tumor recurrence was monitored by AFP, ultrasonography, chest X-ray, and Emission computed tomography every 3 months for the first 2 years and every 6 months thereafter. Recurrence was diagnosed by imaging techniques, either intrahepatically or extrahepatically. The median follow up was 24 months.
Quantitative real-time reverse-transcription polymerase chain reaction (qPCR)
Total RNA was extracted with TRIzol (Invitrogen, Carlsbad, CA). RNA was purified using the RNeasy mini kit, RNeasy micro kit and RNase-Free DNase Set(Qiagen Sciences Inc, Germantown, MD) and its quality was assessed with an Agilent Bioanalyzer Nano Chip 2100 (Agilent, Foster City, CA).
The messenger RNA (mRNA) expression levels of MACC1, MET and focal adhesion kinase (FAK) in the HCC tissues and cell lines were determined by qPCR, and the primer sequences were listed in Table  2 . qPCR reactions were performed by the ABI7500 system (Applied Biosystems, CA) according to the manufacturer's instructions. β-actin and Glyceraldehyde 3-phosphate dehydrogenase (GAPDH) were used as internal control. Expression levels of MACC1, MET and FAK were calculated using the 2exp(-ΔΔ Ct) formula, and then normalized to the internal control.
Statistical analysis
Results were expressed as mean ± standard deviation (SD), as appropriate. Comparisons of continuous data were analyzed by the Student t test between two groups, whereas categorical data were analyzed assessed by the Chi-square test. Overall survival and cumulative recurrence rates were analyzed by the Kaplan-Meier method and the differences between groups were estimated by the log-rank test. Independent prognostic indicators were assessed in the univariate and multivariate analysis using Cox's proportional hazard model. Statistical analyses were performed using SPSS for Windows v. 16 .0 (SPSS, Chicago, IL) and GraphPad Prism 5.0 (GraphPad Software, La Jolla, CA). P < 0.05 was considered statistically significant.
Results
Expression of MACC1 and combined expression of MACC1 and FAK are correlated with poor prognosis in HCC patients after LT
To explore whether MACC1 and its downstream genes could be candidate biomarkers in predicting clinical outcome of HCC patients following LT, we examined the expression of MACC1, MET and FAK in 160 HCC samples. Patients were segregated into high/low expression groups based on Receiver Operating Characteristics analysis.
Upon clinico-pathological correlation analysis, clinical characteristics, including age, gender, tumor differentiation, vascular invasion, preoperative alphafetoprotein (AFP) level, tumor number, tumor size, Milan criteria or UCSF criteria were not directly related to the expression of MACC1 and MET, while high expression of FAK was significantly correlated with vascular invasion (P = 0.039) ( Table 1) . Patients with HCC who underwent LT were segregated into MACC1-low/high expression groups, MET-low/high expression groups, and FAK-low/high expression groups based on receiver operating characteristics analysis (MACC1 cut-off point 1.45, MET cut-off point 2.67, FAK cut-off point 3.28).
Apart from the presence of macrovascular invasion, the Milan criteria are matched if a single tumor is ≤ 5 cm in diameter or if there are ≤ 3 tumor nodules, each of which is 3 cm or less in diameter. The UCSF criteria are matched if a single tumor is ≤ 6.5 cm or if 2-3 lesions are each ≤ 4.5 cm with a total tumor diameter of ≤ 8 cm [18] . Abbreviations: MACC1, metastasis-associated in colon cancer-1; FAK, focal adhesion kinase; AFP, alpha-fetoprotein. *Statistical analyses were performed with the Chi-square test. Univariate analysis revealed that vascular invasion, preoperative serum AFP level (＞400 ng/ml), multiple tumors and tumor size (＞5cm) were predictors for overall survival (OS) and cumulative recurrence (Table 3) . Patients with MACC1-high HCC had significantly worse prognosis than those with MACC1-low ( Table 3 ). The 1-year, 3-year, and 5-year cumulative recurrence rates of MACC1-high HCC were much higher than those of MACC1-low HCC (P ＜ 0.001; Fig. 1A) . The 1-year, 3-year, and 5-year overall survival rates of patients with MACC1-high HCC were significantly lower than those of patients with MACC1-low HCC (P = 0.001; Fig. 1B ). When the patients were stratified according to the criteria whether matched UCSF criteria or exceeded the criteria, those with increased MACC1 expression revealed a significantly shorter overall survival and higher cumulative recurrence rates (Fig. 2) . In addition, expression of FAK was also found to be correlated with cumulative recurrence rates and OS (Table 3 ; Fig. 1C,  D) , while MET expression had no prognostic significance. When evaluating the combined effect of MACC1 and FAK on prognosis of HCC, we found that the 1-year, 3-year, and 5-year cumulative recurrence rates in the MACC1 low /FAK low patients were significantly lower than that in the MACC1 high /FAK high patients. The 1-year, 3-year, and 5-year OS in the MACC1 low /FAK low patients were significantly higher than those in the MACC1 high /FAK high patients (Table 3 ; Fig. 1E, F) . MACC1 expression is correlated with poor prognosis in HCC patients following liver transplantation. Prognostic significance of MACC1 and FAK were assessed by Kaplan-Meier analysis and log-rank tests. The patients whose HCC tissue samples expressed high levels of MACC1 had a poor prognosis with respect to cumulative recurrence (A) and overall survival (B). HCC samples with high FAK expression presented with high cumulative recurrence rates (C) and poor overall survival (D). Upon evaluation of the combined expression of MACC1 and FAK in the prognosis of HCC after LT, MACC1 low /FAK low was associated with the most favorable prognosis with respect to cumulative recurrence rates (E) and overall survival rates (F) in the four subgroups. Cox multivariate analysis revealed that, apart from vascular incasion, high preoperative AFP level (>400 ng/ml), and a larger tumor size (>5cm), MACC1 overexpression in HCC, rather than FAK, was an independent prognostic factor for predicting tumor recurrence (P < 0.001) and OS (P < 0.001) in HCC patients after LT. When MACC1 was combined with FAK, we found that MACC1/FAK was also an independent prognostic predictor for both OS (P < 0.001) and cumulative recurrence (P < 0.001) ( Table 3) .
Discussion
Hepatocellular carcinoma is a highly aggressive malignancy with a complex spectrum of molecular aberrations [15] . Liver transplantation offers a viable option for treating selected HCC patients. However, the clinical outcome remains challenging due to the tumor recurrence post-LT [16] [17] [18] . Recurrence is principally attributable to the presence of microscopic extrahepatic metastatic foci before LT [4] . Improved understanding of the underlying molecular mechanisms governing cancer metastasis is highly desirable.
Metastasis is a complicated process involving multiple steps, and multiple oncoproteins are documented to play important roles in this process [19, 20] . Recently, overexpression of MACC1 has been correlated with the metastasis of several malignancies [10] [11] [12] [13] 21] . In the previous study, we identified for the first time that MACC1 promotes cell survival and metastasis in HCC, and overexpression of MACC1 is correlated with a more undifferentiated tumor phenotype. Our previous study reveals a novel molecular mechanism in HCC that MACC1 acts as a key factor for regulating both FAK and HGF/MET signaling network. In the present research, we identified for the first time that MACC1 alone or a combination with FAK could serve as a prognostic predictor for patients with HCC who have undergone LT therapy.
The gene encoding the hepatocyte growth factor (HGF) receptor, MET, is a transcriptional target of MACC1 [10] . In addition, HGF activates FAK in normal and cancer cells, suggesting a possible synergism between FAK and HGF signaling [22] [23] [24] . All of these suggest that there exist a regulatory network, in which MACC1 modulates and maintains the malignant phenotype of HCC cells. FAK was identified as a key signaling protein mediating the cross talk between adhesion-dependent signaling and growth factor receptors [25] [26] [27] . In addition, FAK activation is a key step to epithelial mesenchymal transition (EMT) [28] [29] [30] ; as we known, progression toward malignancy is accompanied by loss of epithelial differentiation and a shift towards a mesenchymal phenotype, which referred to as EMT [31] .
The previous in vitro findings indicate that was an independent predictor for OS and cumulative recurrence, the predictive range of MACC1/FAK was more sensitive than that of MACC1 alone. Taken together, these clinical findings implicate that MACC1 alone or combination of MACC1/FAK could be a novel biomarker for predicting metastatic recurrence of HCC in patients following LT, which in turn may influence their overall survival. Clinicopathological variables including tumor size, tumor grade, microscopic/macroscopic vascular invasion, and alpha-fetoprotein, were important prognostic factors for tumor recurrence in HCC patients post-LT [16] [17] [18] . However, the current predictive model based on clinicopathological characteristics is still unsatisfactory and molecular-based tumor staging is critical for individualized diagnosis and therapy [32, 33] . Our findings demonstrate MACC1 or combination of MACC1/FAK as a complement to predict the prognosis of HCC following LT. Despite an important role of MACC1 in tumor progression and its predictive implication, the study should therefore be viewed as hypothesis generating, to be followed by larger prospective studies to confirm our findings.
In conclusion, MACC1 alone or combination of MACC1 with FAK could serve as a novel biomarker in predicting the prognosis of HCC after liver transplantation and might be a promising new therapeutic target. HCC is a highly aggressive tumor of diverse etiology and complex molecular alterations, an in-depth understanding of the regulation and functions of key oncoproteins such as MACC1 in HCC could have a profound impact on both diagnosis and treatment of this disease.
